ABSTRACT
INTRODUCTION
In order to determine whether the number of clones sequenced was sufficient to 149 represent the AM fungal diversity in all the facultative epiphytic species, rarefaction 150 curves were constructed (Fig. 1) . With the clones sequenced for each root sample, we 151 covered perfectly the diversity of the AM fungal communities in all the plant species 152 studied, since there was a well-defined leveling-off of all curves, and it is highly 153 unlikely that the sequencing of more clones would have revealed more OTUs.
154
An indicator species analysis (ISA) was conducted to find specific OTUs associated 155 with plant origin, life-cycle, and life-form (Table 2 ). When the ISA was performed 156 considering the plant origin as the grouping factor, two OTUs were associated with the 157 exotic group (Cl4 and Pa7) and one OTU with the native group (Glo2). Three OTUs 158 were found to be specific for the roots of annual plants when the plant life-cycle factor 159 was considered (Glo1, Fu, Glo2). With respect to plant life-form, one OTU was specific 160 for woody species (Pa7).
161
As shown by the perMANOVA, the plant species factor had highly significant effects 162 on the AMF communities composition and structure (F=14.45, P=1e-04). Also, the life-163 cycle and life-form significantly influenced the distribution of the AMF (F=2.4082,
164
P=0.0365 and F= 3.0367, P=0.0128, respectively), whereas the plant origin did not have 165 a significant effect (F=1.6434, P=0.1250) ( (15, 27, 32, 50) .
176
In our study the AMF richness was covered in the thirty one epiphytic plants 177 studied with the method used, since all accumulation curves reached a well-defined 178 asymptote. Consistent results for the fungal community structure and relative 179 abundances of fungal taxa can be obtained whatever the sequencing approach used; i.e.,
180

NGS vs cloning-Sanger sequencing (29).
181
The species indicator analysis revealed three OTUs (Glo1, Glo2 and Fu) 182 belonging to the Glomeraceae and associated with annual species, Glo2 was also an 183 indicator taxon for native species. One OTU (Pa7) belonging to the Paraglomeraceae 184 was an indicator for both woody and exotic species (Table 3) . These OTUs showed 185 similarity to database sequences reported previously from a wide range of 186 environmental conditions in terrestrial habitat, varying from stressful to optimal 187 conditions (1, 14, 18, 42, 48, 49) . This shows the high plasticity of these AMF taxa.
188
Epiphytic habitats are characterized by nutritional insufficiency (3), since the 189 substrate on which epiphytic plants grow is accumulate organic matter and rainwater. In 
196
Our results suggest that the AMF community composition is plant host identity-197 dependent. Plant affiliation to a species strongly influenced the AMF assemblages in the epiphytic environment (Table 3 ). This agrees with the hypothesis put forward to explain 
MATERIAL AND METHODS
243
Study area and sampling
244
The study area was located at the Historic Palm Grove of Elche (Alicante), southern 
